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Inp2 Motif 1 
                                                              
Ca  : IKRYLSLE----NKLNEFWEKFKYNLILSN-LLEDSM :  259 
Cd  : IKRYLSLE----NKLNEFWEKFQYNLVLSNNLLKDSM :  233 
Ct  : IHKYISLE----HKLPEFWEKFKYNLIVSN-LLENSM :  204 
Pg  : IKKYLSTH----NLTGEFWERFKYQLILSN-LMDDSL :  105 
Dh  : IKKYLSLN----NIQNEFWEKFKYNLIISN-LLDDSM :  128 
Ps  : IHKYLSLH----GIERTFWEKFKYGLVVSN-LLDDTM :  233 
Le  : IKKYLSME----NTFDQFWEKFRYNLITSH-FLDDTM :  323 
Cl  : IRKYLAIG----RESAQLREKFNYNLVVSN-LLDDTL :  121 
Hp  : SKDCSELK----NQVLQALDKFKFDIIASN-LMRSTD :  125 
Sc  : ISRIFMQQPF--GVTHQFFEEFRYSIITSH-FLNDMN :  134 
Lt  : ASRIFQEAP---FSTENFVEEFQYTIIASQ-LLTDCL :  148 
Vp  : IQRIFEELPM--SKNDQFFDEFQYAIITCP-LLNDNN :  141 
Kl  : VDLIMKQLPY--GDLDAFVDEFHYEIISSQLLTSSIA :  138 
Zr  : IDRVFSRLPS--VANEHFLEEFHYTVVSSD-LLNASN :   93 
Ag  : IRRVFEHG-A--LGGEHFLEEFQYTIITSKGLNVNGM :  121 
Cg  : YNHMFDNLIW--VSDVQFMEELQYTLISSP-FLNDIH :   96 
Pp  : LDSIIGRRQIGRNELEVYQETFNYRLVSSVYLNENYM :   63 
Yl  : LAGALRQSLP-LVENNRFLEKFRYIVVTSQLLSEQPP :  164 
 
---------------------------------------------------------- 
Inp2 Motif 2 
 
Ca  : LKQYLFNILSLLNLNLQNSIIKLLPFMNGELLEQYCLMNNIKIDIL :  478 
Cd  : LKQYLYHILSLLNLNLQNSIIKLLPFMNGELLEQYCLMNNIKLDIL :  496 
Ct  : LSNHLLNSLEFLNLNLQSLIVKLLPHMNGNLFEQYCAVNNVNLDIL :  408 
Pg  : LMKTLDETLSFLIFNLKSSIVRLLPFLNGPTFEQYCHINNINIDIL :  308 
Dh  : LKENLDNTLNFLNFNLKSSIIKLLPFLNGPMFEKYCNINNINVCTL :  334 
Ps  : LREHLANTLHFLNLNLRTSIARLLPNLNGDLFEQYCNLNNIDILLL :  452 
Le  : NTLTMQSCLSILNLNLRYLNSKLMPIVDSDIFQQYCTLHNINFAIL :  539 
Cl  : LAKHLNTTLRLLSLNMKHSISALLPFSNGEILEKYCQINNVQMSWI :  330 
Hp  : LPILLQGVLNTLLAITNQKIAALLPFADLEYLHRYLDVYQLDLGSQ :  300 
Sc  : IKELLVFSSDALFYKLKSIIPDIVIFSDTSELSKYCELYGIDVPNL :  340 
Lt  : IRDVLSSSLDLMFYEMKRITGNILPLLRNQDLTKYCEIYAVNLVDV :  349 
Vp  : IEVLLSSCLDILFYNFKNFTNEMLQLINIDELGKFCDIYKIHFNEL :  346 
Kl  : LTDVLTCTVDQLFHKLNIASSNILPVVNAVQLTDYISIYNVDLQSL :  340 
Zr  : VTDLLGSSLDLLFYSMTNATQDLLTISNSSELSKYCGIYGVPLSEL :  260 
Ag  : LADLLNMASDMLYYKIKHIVTELLSLADTENLVHYCGIYDVNMVTL :  318 
Cg  : IFQLLHSITHIASMKLYHLSEFLLRFTNIGKLSKYCGVYGIDMNLA :  284 
Pp  : IDLFMSYLEIYQIFDTDRQIYKVFGCFCTDNFEIYDHLNSPYNSMS :  270 
Yl  : LRAALSASLYLSISSLTRSIRKMLNHCHKLDLEKYLDIYEVDVMDL :  344 
 
---------------------------------------------------------- 
Inp2 Motif 3 
                                                               
Ca  : VKFHFKKFDNLRKLFICQLLIIN :  530 
Cd  : INYYFNKFDNLRKLFICQLLIIN :  555 
Ct  : LGTQISKFDNLRKLFICQLLTIN :  447 
Pg  : LRSKLDKFHKLRKMFLCQLLTIS :  344 
Dh  : LTFKLNKFNQLRKFLVCQLLTVN :  380 
Ps  : IVFNMNKFNQLRKLFICQLLTIN :  505 
Le  : ILFGINKFNQLRKFFICQLLSLG :  585 
Cl  : LTSKLGHFNNLRRFFICQLLTIH :  369 
Hp  : PSRTLQCFKSLRKVFLCVLLAIA :  380 
Sc  : LDGKLYRLKLLKKFMLCCLLSLD :  373 
Lt  : VGEKAARTHTLKKFVLCCLLSID :  382 
Vp  : IKGKLLRSEILQKFFLCCLLSLN :  379 
Kl  : ITQKLERLQYMRKFFLCCLLSIN :  374 
Zr  : MESRWTRLKVMRSFMLCCLLSQN :  293 
Ag  : TADKINRLQLLKKFSLCILLSIT :  352 
Cg  : LHLLQDKIEFLRKFLLCCFLSVE :  321 
Pp  : LSNLLGVNNQIRKIFLCCLLSMY :  311 




Supplementary Figure 2 
  
Alignment of amino acid sequences of yeast Inp2 proteins. 
Protein sequences were aligned using Clustal_X and depicted by Genedoc. The one letter 
code is shown. Conserved residues are shaded. Only the conserved regions of the proteins are 
shown.  
Ag, Ashbya gossypii; Ca, Candida albicans; Cd, Candida dubliniensis; Cg, Candida 
glabrata; Cl, Clavispora lusitaniae; Ct, Candida tropicalis; Dh, Debaryomyces hansenii; Hp, 
Hansenula polymorpha; Kl, Kluyveromyces lactis; Le, Lodderomyces elongisporus; Lt, 
Lachancea thermotolerans; Pg, Pichia guilliermondii; Pp, Pichia pastoris; Ps, Pichia stipitis; 
Sc, Saccharomyces cerevisiae;Vp, Vanderwaltozyma polyspora; Yl, Yarrowia lipolytica; Zr, 
Zygosaccharomyces rouxii.  
Sequence data were taken from the National Center for Biotechnological Information 
(NCBI), for accession numbers see Table 2. 
 
